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(A-C) Statistical analysis of the correlation between LA and L1, L2 and S1, respectively.
(D-E)
Statistical analysis of the correlation between LA and S2 when LA ＞ 30° and LA < 30°, respectively.
(F) Statistical analysis of the correlation between S1 and L1. r, Pearson correlation coefficient. *, p < 0.05; **, p < 0.01. (A-B) Cross section of auricles from B73 and 986. The fully developed auricle contained these tissue types: abaxial epidermis (ae1), abaxial sclerenchyma (sc1), vascular bundle (vb), parenchyma (pa), adaxial sclerenchyma (sc2) and adaxial epidermis (ae2). M1, the region between ae1 and vb; M2, the region of the central vb; M3, the pa region; and M4, the region between the pa and ae2. The three middle vbs used for amplification and parameter measurement were labeled I, II, and III. Early in auricle development, cell division is dominant, generating new, small cells. Gradually, the cells adjacent to the blade begin to elongate, resulting in the formation of the wedge-shaped auricle. During this time, the cells in B73 are more inclined to divide, whereas the cells in 986 are more inclined to elongate. Thus, we hypothesize that the higher cell division rate or longer duration of cell division in B73 generates more cells, which subsequently elongate, resulting in the wider AA and LA in B73 than in 986.
Supplemental materials and methods

Plant growth and sample collection
We performed statistical analysis of LA and some properties of the auricle using 102 maize inbred Table S1 ). These inbred lines were planted in one-row plots in an incompletely at the early, middle, and late stages of development were collected from the fifth, fourth, and third leaves, respectively.
Paraffin sections
The leaf auricles were collected, fixed in FAA solution (50% ethanol, 10% formaldehyde, and 5% acetic acid in water) overnight, and then dehydrated in an ethanol series before embedding in paraffin.
Serial sections (10 μm thick) were cut on a rotary microtome (Leica RM2235, Germany). These sections were then de-paraffinized in xylene, dehydrated through a graded ethanol series, and sequentially stained with Safranin and Fast Green FCF (Biotopped). The specimens were observed under a microscope (Olympus, Japan) at 5 x magnification, and photographed.
Scanning electron microscopy
The leaf auricles were fixed with 4% glutaraldehyde (Electron Microscopy Sciences, Fort
Washington, PA) in 25 mM phosphate buffer, pH 6.8, overnight at 4°C . The samples were dehydrated in a graded ethanol series, mounted on aluminum stubs with double-sided sticky carbon tabs and coated with platinum particles from an ion coater (IB-5, Eiko, Ibaragi, Japan). The specimens were then examined under a scanning electron microscope (S-570, Hitachi, Tokyo, Japan).
RNA sequencing and data analysis
Total RNA was extracted using the Ultrapure RNA kit (CWBIO, Beijing) following the manufacturer's instructions. The quality of the total RNA was checked with a NanoDrop 1000 spectrophotometer and agarose gel electrophoresis. Poly (T) oligo-nucleotide-attached magnetic beads were used to isolate poly (A) RNA from total mRNA. The RNA fragments were then reverse-transcribed into first-strand cDNA using reverse transcriptase and random primers. Double-stranded cDNA fragments were obtained and the fragments were processed. RNA-seq libraries were constructed according to the manufacturer's recommendations (Illumina). All prepared libraries were sequenced to generate reads using the Illumina HiSeq 2500 platform.
Reads containing adapters, duplicated reads, and low-quality reads (reads containing more than 5% unknown bases or average base quality scores less than 20) were removed, and 3'-end bases with a quality score of less than 13 for all remaining reads were discarded using an in-house Perl script. Clean reads for each sample were then aligned to the maize B73 reference genome (AGPv3.22) using TopHat 2.0.12 with default settings. The Cufflinks 2.2.1 package was used to assemble the reads into transcripts, and calculate the gene expression level as reads per kilobase per million mapped reads (RPKM). To reduce the influence of transcriptional noise, genes from the B73 filtered gene set were included for analysis only if their RPKM values were ≥1. Differentially expressed genes (DEGs) for any two stages were detected using default parameters. The false discovery rate (FDR) was used to determine the threshold of the p-value in multiple tests; a threshold of FDR ≤ 0.05 and a fold change of pair-wise comparisons among three developmental stages ≥ 2 were used to judge the significance of differences in gene expression. R3.0.1 was used to calculate the Pearson correlation coefficient between biological replicates for each sample using genes expressed in at least one of the two replicates. The correlation significance was tested by Pearson's method at the 0.01 level. All of the data produced by Cufflinks were managed, visualized, and integrated using the user-friendly tool, CummeRbund.
Cluster and functional enrichment analysis
The RPKM values (normalized by the maximum of all RPKM values of the DEGs at the three developmental stages in B73 and 986) were subjected to K-means cluster analysis. The K-Means/KMeans Support (KMS) module in the MEV program was used for clustering. For cluster functional enrichment analysis, genes in each cluster were grouped into MapMan functional categories, and the Fisher's exact test was used to determine the enrichment of each functional category. The p-values were used to construct a graph with R3.0.1.
RT-qPCR
Total RNA was extracted as described above. For the reverse-transcription, 2 μg total RNA was denatured at 70°C for 5 min, followed by the addition of 1 μL AMV reverse transcriptase (Fermentas).
The sample was mixed and incubated at 42°C for 1 h. The reaction was terminated at 70°C for 10 min.
The RT-qPCR was performed on a 7500 Fast Real-Time PCR machine (ABI) using SYBR Real Master Mix (Tiangen, Beijing). The results represent three biological replicates (each with three technical replicates), and the expression levels were normalized to the expression level of the internal control gene 18S. All the primers used for RT-qPCR are listed in Supplemental Table S6 .
